Figure S1. Reference mapping biases influence sequence alignment. When mapping reads to a reference genome containing a single allele at heterozygous sites (left), sequence reads containing the reference allele (C, blue) are more likely to map correctly than reads containing the non-reference allele (A, red), especially in the presence of sequencing errors (orange).
EMSA using purified CREB1 and labeled probes containing each allele at five sites with reads mapping but not significant allelic imbalance to test for allelic differences in binding. Alleles colored blue are the reference allele and alleles colored red are the other allele. Allelic differences in protein binding were detected at two sites (starred) without predicted imbalance but with predicted allelic differences in the presence of CREB1 motif. Only CREB1-bound probe is shown. 
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